University of Nebraska - Lincoln

DigitalCommons@University of Nebraska - Lincoln
Biochemistry -- Faculty Publications

Biochemistry, Department of

2014

Mechanisms Underlying the Exquisite Sensitivity
of Candida albicans to Combinatorial Cationic and
Oxidative Stress That Enhances the Potent
Fungicidal Activity of Phagocytes
Despoina Kaloriti
University of Aberdeen

Mette Jacobsen
University of Aberdeen

Zhikang Yin
University of Aberdeen

Miranda Patterson
Newcastle University

Anna Tillmann
University of Aberdeen
See next page
for and
additional
authors works at: http://digitalcommons.unl.edu/biochemfacpub
Follow
this
additional

Part of the Biochemistry Commons, Biotechnology Commons, and the Other Biochemistry,
Biophysics, and Structural Biology Commons
Kaloriti, Despoina; Jacobsen, Mette; Yin, Zhikang; Patterson, Miranda; Tillmann, Anna; Smith, Deborah A.; Cook, Emily; You, Tao;
Grimm, Melissa J.; Bohovych, Iryna; Grebogi, Celso; Segal, Brahm H.; Gow, Neil A.R.; Haynes, Ken; Quinn, Janet; and Brown,
Alistair J.P., "Mechanisms Underlying the Exquisite Sensitivity of Candida albicans to Combinatorial Cationic and Oxidative Stress
That Enhances the Potent Fungicidal Activity of Phagocytes" (2014). Biochemistry -- Faculty Publications. 236.
http://digitalcommons.unl.edu/biochemfacpub/236

This Article is brought to you for free and open access by the Biochemistry, Department of at DigitalCommons@University of Nebraska - Lincoln. It
has been accepted for inclusion in Biochemistry -- Faculty Publications by an authorized administrator of DigitalCommons@University of Nebraska Lincoln.

Authors

Despoina Kaloriti, Mette Jacobsen, Zhikang Yin, Miranda Patterson, Anna Tillmann, Deborah A. Smith,
Emily Cook, Tao You, Melissa J. Grimm, Iryna Bohovych, Celso Grebogi, Brahm H. Segal, Neil A.R. Gow,
Ken Haynes, Janet Quinn, and Alistair J.P. Brown

This article is available at DigitalCommons@University of Nebraska - Lincoln: http://digitalcommons.unl.edu/biochemfacpub/236

RESEARCH ARTICLE

Mechanisms Underlying the Exquisite Sensitivity of Candida albicans
to Combinatorial Cationic and Oxidative Stress That Enhances the
Potent Fungicidal Activity of Phagocytes
Despoina Kaloriti,a Mette Jacobsen,a Zhikang Yin,a Miranda Patterson,b Anna Tillmann,a* Deborah A. Smith,b Emily Cook,c Tao You,d*
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ABSTRACT Immune cells exploit reactive oxygen species (ROS) and cationic fluxes to kill microbial pathogens, such as the fungus
Candida albicans. Yet, C. albicans is resistant to these stresses in vitro. Therefore, what accounts for the potent antifungal activity of neutrophils? We show that simultaneous exposure to oxidative and cationic stresses is much more potent than the individual stresses themselves and that this combinatorial stress kills C. albicans synergistically in vitro. We also show that the high
fungicidal activity of human neutrophils is dependent on the combinatorial effects of the oxidative burst and cationic fluxes, as
their pharmacological attenuation with apocynin or glibenclamide reduced phagocytic potency to a similar extent. The mechanistic basis for the extreme potency of combinatorial cationic plus oxidative stress—a phenomenon we term stress pathway interference—lies with the inhibition of hydrogen peroxide detoxification by the cations. In C. albicans this causes the intracellular accumulation of ROS, the inhibition of Cap1 (a transcriptional activator that normally drives the transcriptional response to
oxidative stress), and altered readouts of the stress-activated protein kinase Hog1. This leads to a loss of oxidative and cationic
stress transcriptional outputs, a precipitous collapse in stress adaptation, and cell death. This stress pathway interference can be
suppressed by ectopic catalase (Cat1) expression, which inhibits the intracellular accumulation of ROS and the synergistic killing of C. albicans cells by combinatorial cationic plus oxidative stress. Stress pathway interference represents a powerful fungicidal mechanism employed by the host that suggests novel approaches to potentiate antifungal therapy.
IMPORTANCE The immune system combats infection via phagocytic cells that recognize and kill pathogenic microbes. Human

neutrophils combat Candida infections by killing this fungus with a potent mix of chemicals that includes reactive oxygen species (ROS) and cations. Yet, Candida albicans is relatively resistant to these stresses in vitro. We show that it is the combination
of oxidative plus cationic stresses that kills yeasts so effectively, and we define the molecular mechanisms that underlie this potency. Cations inhibit catalase. This leads to the accumulation of intracellular ROS and inhibits the transcription factor Cap1,
which is critical for the oxidative stress response in C. albicans. This triggers a dramatic collapse in fungal stress adaptation and
cell death. Blocking either the oxidative burst or cationic fluxes in human neutrophils significantly reduces their ability to kill
this fungal pathogen, indicating that combinatorial stress is pivotal to immune surveillance.
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C

andida albicans is a major opportunistic fungal pathogen of
humans (1, 2). It exists as a relatively harmless commensal in
the oral cavity, gastrointestinal tract, and urogenital tract of most
healthy individuals. However, the fungus is a frequent cause of
mucosal infections (thrush), and it can cause potentially fatal infections of the blood and internal organs when immunological
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defenses are severely compromised (3–6). For example, HIV patients are particularly prone to mucosal infections and neutropenic patients are prone to systemic candidiasis (1–3), although
highly active antiretroviral therapy and prophylactic treatment
with antifungal drugs, respectively, are reducing the impacts of
these threats in these patient groups (7–9). These observations
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highlight the major importance of immunological defenses in preventing the transition from C. albicans colonization to infection
(10–12).
Macrophages and neutrophils attempt to kill C. albicans cells
by exposing them to a battery of toxic chemicals (11, 13, 14).
Meanwhile, C. albicans attempts to respond and escape these fungicidal mechanisms by activating robust adaptive responses and
by triggering morphogenesis (15–21). Phagocytes generally win
this battle, killing the fungus and preventing infection in healthy
individuals. In contrast, patients undergoing treatments that impose neutropenia or individuals with mutations that perturb the
phagocytic oxidative burst display high susceptibilities to fungal
infection (11, 22, 23). This highlights the critical importance of
reactive oxygen species (ROS) for the fungicidal potency of
phagocytes.
C. albicans responds to oxidative stress by activating evolutionarily conserved signaling pathways that drive the adaptive mechanisms which lead to the detoxification of the oxidative stress and
the repair of damage caused by ROS. The transcriptional response
to oxidative stress is largely mediated by the AP-1-like transcription factor Cap1, which is orthologous to Saccharomyces cerevisiae
Yap1 and Schizosaccharomyces pombe Pap1 (19–21, 24, 25). Cap1
activates genes that encode key oxidative stress functions in C. albicans, such as catalase (CAT1), which detoxifies hydrogen peroxide (H2O2), as well as thioredoxin (TRX1) and thioredoxin reductase (TRR1), which contribute to the restoration of redox
homeostasis (19, 25, 26).
The Hog1 stress-activated protein kinase, which is orthologous
to Saccharomyces cerevisiae Hog1 and Schizosaccharomyces pombe
Sty1, also contributes to oxidative stress resistance (19, 27, 28).
However, the contribution of Hog1 to oxidative stress resistance
appears to be mediated primarily at posttranscriptional levels (26,
29). In addition, Hog1 contributes to osmotic stress adaptation
and resistance (26, 28, 30). The transcriptional outputs of Hog1
are environmentally contingent (26), but under the experimental
conditions examined to date Hog1 plays a central role in the transcriptional response to osmotic and cationic stress (Na⫹ and K⫹),
activating glycerol permease (HGT10) and glycerol biosynthetic
genes (GPD2 and RHR2) (26, 28, 30). This response promotes
glycerol accumulation and osmo-adaptation.
There is a conundrum with regard to phagocytic potency.
Phagocytes are thought to kill C. albicans by generating high concentrations of ROS, which are estimated to be equivalent to
around 5 mM H2O2 (11, 13, 14, 17, 31, 32). Also, cation levels can
reach over 500 mM in some microenvironments (33). However,
C. albicans exhibits robust adaptation to these stresses, displaying
resistance to high levels of H2O2 and NaCl in vitro (34–36). Therefore, additional factors must contribute to phagocytic potency.
Most studies of stress adaptation have focused on responses to
individual environmental insults (17–21, 24–30, 34–36). However, many microbes are subjected to combinations of stress in the
complex and dynamic microenvironments they normally inhabit.
For example, C. albicans is exposed simultaneously to combinations of ROS and cationic fluxes following phagocytosis by neutrophils (13, 32, 37). Therefore, we reasoned that the potency of
neutrophils might be due to the synergistic combination of oxidative and cationic stresses they impose, rather than the additive
effects of the individual stresses. It is conceivable that this potency
might be driven by unanticipated interactions between stress signaling pathways that yield nonadditive molecular outputs.
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Previously, we described an experimental platform for the
analysis of combinatorial stresses in C. albicans, and we reported
that the growth of this pathogen is significantly impaired by combinations of cationic and oxidative stresses (37). In this earlier
study, we reported that cells exposed to a combination of cationic
plus oxidative stresses displayed significantly extended adaptation
times compared to cells treated with the corresponding individual
stresses (37). Here we describe the effects of combinatorial cationic plus oxidative stress upon C. albicans viability, revealing that
this fungus is exquisitely sensitive to this combinatorial stress. We
confirm formally that the effects of the two stresses are synergistic.
We then dissect the mechanistic basis for this extreme sensitivity,
examining Cap1 and Hog1 functionality during exposure to combinatorial stress. We show that C. albicans cells are unable to activate their normal responses to oxidative and cationic stresses under these conditions and that this stress pathway interference is
due largely to the inhibition of peroxide detoxification mechanisms by cations. Furthermore, we demonstrate that these mechanisms significantly enhance the anti-C. albicans potency of human neutrophils and, therefore, that fungal sensitivity to
combinatorial cationic plus oxidative stress is critically important
for the outcome of fungus-host interactions in the healthy individual.
RESULTS

Candida albicans is exquisitely sensitive to combinatorial cationic and oxidative stress. We reported previously that exposing
C. albicans cells to combinatorial cationic plus oxidative stress
results in extensive growth delays (37), but the impact of these
combinatorial stresses upon cell viability has not been described.
Therefore, we quantified the levels of killing imposed by a combination of cationic (1 M NaCl) and oxidative (5 mM H2O2) stresses
by measuring the proportion of propidium iodide-positive cells
via fluorescence-activated cell sorting (FACS) (see Materials and
Methods). This dose of H2O2, which is used routinely (37), is
roughly equivalent to the ROS concentrations generated by
phagocytes (38). Also, 1 M NaCl induces a significant adaptive
response in C. albicans while exerting minimal impacts on growth
and viability (37). Simultaneous exposure to this combination of
NaCl and H2O2 killed wild-type C. albicans cells (CA372) (see
Table S1 in the supplemental material) much more effectively
than the corresponding individual stresses (Fig. 1A), indicating
that this yeast is particularly sensitive to this combination of cationic plus oxidative stresses.
We tested whether other yeasts showed sensitivity to combinatorial cationic plus oxidative stress. As expected (34, 36), the evolutionarily divergent yeasts tested, which included pathogens
(C. albicans and Candida glabrata) and benign species (Saccharomyces cerevisiae and Schizosaccharomyces pombe), showed different degrees of sensitivity to NaCl and H2O2 stresses (Fig. 1). However, without exception, they all displayed a high degree of
sensitivity to the combinatorial stress, suggesting that conserved
molecular mechanisms might underlie the potency of combinations of cationic plus oxidative stresses.
The exquisite sensitivity of C. albicans to combinatorial cationic plus oxidative stress suggested that these stresses might act
synergistically. To test this formally, we examined the dose dependence of the individual and combinatorial stresses. Briefly, the
dose-dependent effects of each individual stress upon C. albicans
viability were quantified, and the doses required to achieve 100%
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FIG 2 Cationic and oxidative stresses act synergistically to kill C. albicans.
First, the dose-dependent impact of each individual stress upon C. albicans
viability was determined by propidium iodide staining and FACS analysis.
Using mathematical modeling, we then normalized the potency of each stress
(e.g., DNaCl) relative to the dose required to achieve 100% killing [(DX)NaCl].
The impacts of different combinations of cationic plus oxidative stress were
then experimentally determined, and the data were plotted in this normalized
isobologram. If the two stresses acted in an additive fashion, the data points
would lie on the diagonal between 0.1 and 1.0 (dotted line). The points lie well
below this line, indicating formally that cationic and oxidative stresses act
synergistically to kill C. albicans.

FIG 1 Combinatorial cationic and oxidative stress kills evolutionarily divergent yeasts. Candida albicans (CA372) (A), Candida glabrata (ATCC 2001)
(B), Saccharomyces cerevisiae (BY4741) (C), and Schizosaccharomyces pombe
(972) (D) (see Table S1 in the supplemental material) were grown to exponential phase and then exposed to stress for 4 h, and cell death was quantified by
propidium iodide staining and FACS analysis for no stress, 5 mM H2O2, 1 M
NaCl, or 1M NaCl plus 5 mM H2O2. Data are means standard deviations (C.
albicans, n ⫽ 3; C. glabrata, n ⫽ 4; S. cerevisiae, n ⫽ 3; S. pombe, n ⫽ 4).

killing [e.g., (DX)H2O2] were estimated mathematically (see Materials and Methods; also, see Fig. S2 in the supplemental material).
The doses of the individual stresses (e.g., DH2O2) were normalized
against these theoretical maximum doses [e.g., DH2O2/(DX)H2O2].
The impacts of different combinations of cationic plus oxidative
stress upon C. albicans viability were determined experimentally,
and these data were plotted in a normalized isobologram (Fig. 2).
In principle, if oxidative and cationic stresses exerted additive effects upon C. albicans viability, the data points would lie on the
dotted diagonal line (Fig. 2). However, the data points were well
below this line, confirming that these stresses indeed act synergistically and not additively in achieving the killing of C. albicans.
The normal cationic and oxidative stress transcriptomes are
not induced in response to combinatorial stress. We explored
the molecular basis for the sensitivity of C. albicans cells to combinatorial cationic plus oxidative stress by genome-wide expression profiling. Wild-type C. albicans cells (CA372; see Table S1 in
the supplemental material) were exposed to 1 M NaCl, 5 mM
H2O2, or 1 M NaCl plus 5 mM H2O2 for 10 min, harvested, and
subjected to microarray analysis (see Materials and Methods).
Three independent replicates were analyzed for each condition,
and the microarray output was validated by targeted analysis of
specific transcripts (described below). The complete data set is
presented in Table S2 in the supplemental material.
We focused on those C. albicans genes that were upregulated in
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response to the individual and combinatorial stresses, because the
downregulated genes were not particularly informative. Indeed,
no functional categories (GO terms) were significantly enriched in
the subset of C. albicans genes that were downregulated in response to the combinatorial cationic plus oxidative stress (see Table S2 in the supplemental material). Of the 75 genes that were
downregulated specifically in response to this stress, 40 have an
unknown function. However, as expected (26), different subsets
of C. albicans genes were upregulated in response to the individual
cationic and oxidative stresses (Fig. 3A). Genes in the functional
categories of response to oxidative stress, cell redox homeostasis,
cellular homeostasis, and response to hydrogen peroxide were significantly enriched in the subset of genes that was upregulated in
response to the oxidative stress (Fig. 3B). In contrast, genes involved in carboxylic acid metabolism and the tricarboxylic acid
cycle were enriched in the osmotic stress-induced genes, which is
consistent with previous work (26). Interestingly, the functional
category “response to osmotic stress” did not show statistically
significant enrichment, although some key osmotic stress genes
were induced in response to 1 M NaCl. For example, HGT10
(which encodes a permease involved in glycerol uptake) and
GPD2 (glycerol 3-P dehydrogenase) were activated, and this was
confirmed by quantitative reverse transcription-PCR (qRT-PCR)
(Fig. 3A). The transcriptional outputs of Hog1 are known to be
environmentally contingent (26), and therefore the different conditions employed here compared to those in our previous study
(26) may explain differences in the transcriptional response to
NaCl. For example, here we used growth medium buffered at pH 7
(to permit direct comparisons with nitrosative stress responses, as
part of a larger study [37]) and employed a higher dose of NaCl (a
medium dose of 1.0 M [37], versus the low dose of 0.3 M used in
our previous microarray study [26]). For example, RHR2 (glycerol 3-phosphatase) was not significantly induced in the current
study (see Table S2 in the supplemental material), and this was
confirmed by qRT-PCR (data not shown). In contrast, RHR2 is
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FIG 3 Transcript profiling of C. albicans following exposure to individual and combinatorial cationic and oxidative stresses. C. albicans (CA372) cells exposed
to 1 M NaCl, 5 mM H2O2, or a combination of these stresses were subjected to microarray analysis. (A) Venn diagram presenting the numbers of genes that were
consistently upregulated by ⱖ2.5-fold in three independent experiments. The microarray findings were validated by qRT-PCR analysis of individual transcripts
(HGT10, GPD2, TRR1, and CAT1); their levels were quantified relative to the internal ACT1 mRNA control. Data are means standard deviations (n ⫽ 3). *, P
ⱕ 0.05; **, P ⱕ 0.01; ***, P ⱕ 0.001. (B) GO terms that were significantly enriched in the subsets of genes upregulated by the individual and combinatorial stresses.
The microarray data set is presented in Table S2 in the supplemental material and are also available at ArrayExpress (http://www.ebi.ac.uk/arrayexpress/
experiments/E-MEXP-3003/) under accession number E-MEXP-3003.

reproducibly induced by 0.3 M NaCl in a Hog1-dependent fashion in cells grown in unbuffered medium (~pH 6) (26).
Our comparison of the immediate transcriptional responses to
combinatorial and individual stresses revealed dramatic differences between sets of upregulated C. albicans genes (Fig. 3A). Significantly, the cationic stress-induced transcriptome was largely
abolished when cationic stress was combined with oxidative
stress. Only 13 of the 137 cationic stress-induced genes were upregulated by the combinatorial stress (Fig. 3A). A similar trend
was observed for the oxidative stress-induced transcriptome. Only
a small fraction of the C. albicans genes that were induced by H2O2
alone were also activated when this oxidative stress was combined
with cationic stress (6 of 104 genes) (Fig. 3A). The validity of this
conclusion was confirmed by qRT-PCR and by Northern blotting
of selected transcripts (Fig. 3A; see also Fig. S2 in the supplemental
material). We conclude that when C. albicans cells were exposed to
the combinatorial stress, they failed to activate the normally rapid
transcriptional responses to individual oxidative or cationic
stresses.
Combinatorial cationic and oxidative stress affects Hog1
functionality. Normally, Hog1 is activated in response to cationic
stress via phosphorylation at its conserved TGY motif. Hog1 then
contributes to the induction of many cationic stress-induced
genes in C. albicans, leading to the induction of glycerol biosynthetic functions and ultimately to osmo-adaptation (19, 26–28).
However, the expression of the Hog1 target genes HGT10 and-
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GPD2 remained low during combinatorial cationic plus oxidative
stress (Fig. 3A). Therefore, we examined the activation status of
Hog1. Hog1 was strongly phosphorylated in C. albicans cells exposed to combinatorial stress (Fig. 4A), and Hog1-YFP accumulated in the nucleus (Fig. 4B). Hence, although Hog1 was activated
under these conditions, some of its cationic stress targets were not.
This reinforces the view (26) that the transcriptional outputs of
Hog1 are influenced by the nature of the input signal.
Interestingly, Hog1 remained phosphorylated for an extended
period in combinatorial stress-treated cells compared to cells
treated with the cationic stress alone (Fig. 4A). This correlated
with changes in the expression of Ptp2, a phosphatase that downregulates Hog1 (39). PTP2 was induced about 4-fold in response
to cationic stress, but no significant induction was observed following the combinatorial stress (see Table S2 in the supplemental
material). Therefore, the lack of activation of PTP2 might have
contributed to the protracted Hog1 phosphorylation observed
following combinatorial stress (Fig. 4A). Clearly, combinatorial
stress influences Hog1 functionality.
Cap1 activation is inhibited by combinatorial cationic and
oxidative stress. Cap1 is critical for oxidative stress gene activation in C. albicans (24–26). Cap1 becomes oxidized following exposure to oxidative stress (18, 20), which is thought to trigger a
conformational change within the transcription factor that masks
the accessibility of a nuclear export sequence, resulting in its nuclear accumulation and leading to Cap1-dependent gene expres-
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FIG 4 Impact of combinatorial cationic plus oxidative stress upon Hog1. C.
albicans cells were exposed to 5 mM H2O2, 1 M NaCl, or 5 mM H2O2 plus 1 M
NaCl. (A) Hog1 phosphorylation status in C. albicans (ML258) cells during
exposure to stress, as revealed by Western blotting with a phospho-specific
antibody. (B) Cellular localization of Hog1-YFP in C. albicans (JC63) cells
determined by fluorescence microscopy before (no stress) and after 10 min of
stress. The positions of nuclei were determined by DAPI staining.

sion (18–21, 25). Strikingly, Cap1-dependent genes such as CAT1
(catalase) and TRR1 (thioredoxin reductase), which were strongly
induced in response to H2O2 alone, were not upregulated in C. albicans cells treated with combinatorial oxidative plus cationic
stress (Fig. 3A). Therefore, we examined Cap1 nuclear accumulation following oxidative and combinatorial oxidative plus cationic
stress treatments. Consistent with the lack of Cap1-dependent
gene expression, Cap1-GFP failed to accumulate in the nucleus of
C. albicans JC1060 cells following a 10-min combinatorial H2O2
plus NaCl stress treatment (Fig. 5A; see also Table S1 in the supplemental data). In contrast, cells exposed to H2O2 alone displayed the expected accumulation of Cap1-GFP in the nucleus.
Cap1 phosphorylation, which correlates with its nuclear accumulation (21), was consistent with these nuclear accumulation profiles (Fig. 5A). Cap1 was phosphorylated after C. albicans JC948
cells were treated with H2O2 alone (Fig. 5B; see also Table S1 and
Fig. S3 in the supplemental material), but not following exposure
to the combinatorial stress treatment. We conclude that the Cap1
activation normally observed following oxidative stress does not
occur when this same stress is combined with cationic stress
(Fig. 5). As a result, the Cap1 regulon (including CAT1 and TRR1)
is not activated (Fig. 3).
Catalase drives peroxide detoxification and is inhibited by
cations, leading to intracellular ROS accumulation. To further
investigate the mechanisms that underlie the exquisite combinatorial stress sensitivity of C. albicans, we examined the impact of
key mutations upon peroxide detoxification. Wild-type C. albicans cells rapidly detoxified the exogenously added peroxide,
clearing the 5 mM H2O2 within an hour (Fig. 6A). Interestingly,
these high rates of H2O2 clearance were not impaired in C. albicans
hog1 or cap1null mutants, indicating that Hog1- and Cap1mediated activation mechanisms are not required for rapid peroxide detoxification. This suggests that basal levels of key oxidative stress functions are sufficient to mediate this detoxification.
Catalase catalyzes the conversion of hydrogen peroxide to wa-
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FIG 5 Impact of combinatorial cationic plus oxidative stress upon Cap1. C.
albicans cells were exposed to 5 mM H2O2, 1 M NaCl, or 5 mM H2O2 plus 1 M
NaCl. (A) Western blotting with an anti-Cap1 antibody to examine the gel
shifts associated with Cap1 phosphorylation in C. albicans (JC948) cells after
10 min of stress. (Phosphatase controls are shown in ⬎Fig. S3 in the supplemental material.) (B) Localization of Cap1-GFP in C. albicans (JC1060) cells
via fluorescence microscopy after 10 min of stress. DAPI staining revealed the
positions of nuclei.

ter and oxygen, and therefore we tested the impact of inactivating
catalase (CAT1) on H2O2 clearance (Fig. 6A). H2O2 clearance was
significantly inhibited in C. albicans cat1 cells, indicating that detoxification is dependent on catalase. Significantly, C. albicans
cap1 and hog1 mutant cells retained high basal levels of catalase in
the absence of stress (see Fig. S4A in the supplemental material).
Furthermore, genetic perturbation of the thioredoxin or glutaredoxin systems did not affect H2O2 detoxification rates (see
Fig. S4B). We conclude that catalase is the main driver of H2O2
clearance under these conditions.
We then examined the effects of cations on basal catalase enzyme activity. First, protein extracts were prepared from untreated wild-type C. albicans cells (CA372; see Table S1 in the
supplemental material). Then, we determined the effects of different concentrations of exogenously added NaCl, KCl, or sorbitol
upon catalase activity (Fig. 6B). The sodium and potassium salts
inhibited catalase, whereas sorbitol addition did not. In addition,
cations reduced catalase enzyme levels in the longer term by inhibiting the Cap1-mediated induction of the CAT1 gene during
combinatorial cationic plus oxidative stress (Fig. 3). This suggests
that the inhibition of catalase enzyme activity and levels, and
hence peroxide detoxification, by cations might provide a mechanistic basis for the effects of this combinatorial stress.
Ectopic catalase expression reduces intracellular ROS accumulation and suppresses the synergistic killing by combinatorial stress. We examined the impact of combinatorial stress upon
catalase levels. To achieve this, wild-type C. albicans cells (CA372;
see Table S1 in the supplemental material) were treated with different stresses for 1 h, protein extracts were prepared, and catalase
activities were measured (Fig. 7A). Significant levels of catalase
were observed in untreated C. albicans cells and these levels were
elevated in cells exposed to H2O2. Interestingly, catalase levels
were not induced in cells exposed to H2O2 plus NaCl (Fig. 4B),
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FIG 6 Catalase drives H2O2 detoxification and is inhibited by cations. (A)
The detoxification of extracellular H2O2 by C. albicans cells is dependent on
catalase. Data are means standard deviations (SD) for wild type (WT, CA372;
n ⫽ 5); cat1 (n ⫽ 4), cap1 (n ⫽ 4), and hog1 (n ⫽ 3) (see Table S1 in the
supplemental material). The starting concentration was 5 mM H2O2 (100%).
(B) NaCl and KCl (but not sorbitol) inhibited catalase activity in wild-type
C. albicans cells (CA372). Data are means SD (n ⫽ 3). Catalase activity is
expressed relative to levels in the untreated controls.

which was consistent with the lack of Cap1-mediated activation of
the catalase gene (CAT1) under these conditions (Fig. 3A).
We then tested whether these changes in catalase levels were
reflected in altered intracellular accumulation of ROS (Fig. 7B). As
expected, intracellular ROS levels increased following H2O2 treatment. Significantly, there was a dramatic elevation in intracellular
ROS levels following exposure to the combinatorial oxidative plus
cationic stress (Fig. 7B) which correlated with the reduction in
catalase levels (Fig. 7A) and the correspondingly high levels of
C. albicans killing (Fig. 7C).
These observations suggested that the inhibition of catalase
might be a primary cause of the elevated ROS levels and the synergistic killing of C. albicans cells during combinatorial stress. To
test this, we constructed an ACT1-CAT1 fusion in C. albicans to
allow ectopic expression of catalase independently of Cap1 function. The C. albicans ACT1 promoter was inserted upstream of the
CAT1 coding region at the CAT1 locus (see Materials and Methods). This ectopic catalase expression partially restored catalase
levels during combinatorial stress (Fig. 7A) and led to a significant
reduction in intracellular ROS levels (Fig. 7B). Significantly, the
ACT1-CAT1 fusion also suppressed the synergistic killing of C. albicans cells by combinatorial oxidative plus cationic stress
(Fig. 7C). This indicates that the inhibition of catalase drives the
elevated ROS levels and synergistic killing observed during combinatorial stress.
Neutrophils exploit combinatorial cationic and oxidative
stress to kill C. albicans cells efficiently. We reasoned that the
potency of neutrophils in killing C. albicans might be mediated by
the combinatorial impact of the oxidative and cationic stresses
they impose, rather than the effects of the individual stresses. To
test this, we examined the effects of inhibiting the cationic fluxes
and/or oxidative burst in human neutrophils upon their ability to
kill C. albicans cells. We isolated neutrophils from healthy volunteers and then inhibited the oxidative burst in these neutrophils by
using apocynin. Apocynin impairs the translocation of the p47phox
subunit of the NADPH oxidase, thereby preventing the formation
of a functional phox (phagocyte oxidase) complex and, hence,
H2O2 production (40). Meanwhile, cationic fluxes were blocked
by using the drug glibenclamide, which inhibits potassium (K⫹)

FIG 7 Ectopic catalase expression suppresses the elevated intracellular ROS levels and synergistic killing caused by combinatorial cationic plus oxidative stress.
(A) Catalase activity was reduced in C. albicans wild-type (RM1000) cells following 60 min of combinatorial stress but was partially restored by ectopic catalase
expression via ACT1-CAT1. Data are means standard deviations (n ⫽ 4) (see Table S1 in the supplemental material). (D) Intracellular ROS accumulation,
assayed via dihydroethidium (DHE) fluorescence, was increased in C. albicans wild-type (RM1000) cells exposed to combinatorial stress for 60 min but was
reduced in ACT1-CAT1 cells (n ⫽ 5). (E) Ectopic catalase expression suppressed the synergistic killing of C. albicans cells by combinatorial oxidative plus cationic
stress. Cell death was quantified in wild-type (RM1000) and ACT1-CAT1 cells by propidium iodide staining and FACS analysis (n ⫽ 3). P values between 0.05
and 0.001 were considered: *, P ⱕ 0.05; **, P ⱕ 0.01; ***, P ⱕ 0.001.
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FIG 8 Phagocytic killing of C. albicans cells is dependent on cationic fluxes as
well as the oxidative burst. (A) Killing of C. albicans (CA372) by human neutrophils was significantly decreased by drugs that inhibited the oxidative burst
(apocynin) and cationic fluxes (glibenclamide). Data are means standard deviations (n ⫽ 8). Neutrophils were isolated from human blood and treated
with 200 M glibenclamide and/or apocynin. C. albicans cells were grown to
exponential phase and incubated with neutrophils for 2 h at a ratio of 1:10
(C. albicans:neutrophils). (B) Neutrophils from p47phox⫺/⫺ mice did not kill
C. albicans (CA372) efficiently (n ⫽ 4). Neutrophils were isolated from the
bone marrow of wild-type and p47phox⫺/⫺ knockout mice, which lack NADPH oxidase activity. Exponentially growing C. albicans cells were incubated
with these neutrophils for 2 h at a ratio of 1:10. P values between 0.05 and 0.001
were considered: *, P ⱕ 0.05; **, P ⱕ 0.01; ***, P ⱕ 0.001.

FIG 9 Impact of combinatorial stress on oxidative stress adaptation. When
C. albicans cells are exposed to an oxidative stress, Cap1 mediates the activation
of catalase and other oxidative stress genes, leading to ROS detoxification,
stress adaptation, and survival (left panel). However, when C. albicans cells are
exposed to combinatorial stress, for example, during phagocytosis by neutrophils, the cations inhibit catalase, thereby reducing H2O2 detoxification and
leading to intracellular ROS accumulation. This prevents the activation of
Cap1, leading to a precipitous collapse in oxidative stress adaptation and cell
death. Cations may also affect Cap1 activity by other ROS-independent mechanisms (see the text).

inherited NADPH oxidase mutation (22), often succumb to microbial infection (23).
channels (41). Treating human neutrophils with a combination of
apocynin plus glibenclamide impaired their ability to kill C. albicans cells (Fig. 8A). Significantly, C. albicans killing was impaired
to similar extents by treating the neutrophils with either apocynin
or glibenclamide alone (Fig. 8A). We confirmed that the effects of
apocynin and glibenclamide treatments upon fungal killing were
not due to any effects of these drugs on phagocytosis, which was
not affected (see Fig. S4 in the supplemental material). If the effects of cationic and oxidative stress in the neutrophil were additive, the pharmacological attenuation of cationic fluxes would be
expected to exert limited effects upon neutrophil killing, given the
resistance of C. albicans cells to cations in vitro (28, 36, 37). However, the data clearly indicated that cationic fluxes, like the oxidative burst, contribute significantly to the potency of human neutrophils, because the inhibition of either the oxidative burst or the
cationic flux was sufficient to attenuate their fungicidal activity by
about 3-fold (Fig. 8A). This suggests that the killing of C. albicans
by neutrophils is driven mainly by the combinatorial effects of the
oxidative burst and cationic flux, rather than by the effects of each
individual stress.
If combinatorial stress drives the potent killing of C. albicans
cells by neutrophils, then the protective effects of ectopic catalase
expression observed in vitro (Fig. 7C) should also be observed ex
vivo in the protection of the fungus against neutrophils. As predicted, ectopic catalase expression reduced the killing of C. albicans cells by mouse neutrophils by 31.8% (P ⱕ 0.039). As a further
test of the model, we tested the prediction that genetic mutations
which inactivate the oxidative burst should attenuate the ability of
neutrophils to kill C. albicans. As predicted, bone marrow-derived
neutrophils from p47 phox⫺/⫺ mice, which display defective
phagocytic NADPH oxidase activity and ROS production, displayed significantly reduced killing compared to wild-type neutrophils (Fig. 8B). This is consistent with the observation that
patients with chronic granulomatous disease (CGD), caused by an
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DISCUSSION

In this study, we demonstrated that C. albicans cells are killed
synergistically by combinatorial oxidative plus cationic stress
(Fig. 2), and we investigated the mechanistic basis for the nonadditive effects of this combinatorial stress (Fig. 9). The exquisite
sensitivity of C. albicans cells is caused by stress pathway interference, which is largely mediated by the inhibitory effects of cations
upon catalase (Fig. 5B). This leads to the hyperaccumulation of
intracellular ROS (Fig. 7B). Importantly, the Cap1 activation that
is normally seen in response to oxidative stress (25, 26) was not
observed when cells are exposed to combinatorial cationic plus
oxidative stress (Fig. 5). Cations might also interfere with Cap1
activation in other ways, for example, indirectly via the inhibition
of Cap1-activating proteins like Gpx3 or Ybp1 (Fig. 9). These
mechanisms are not mutually exclusive. As a consequence of Cap1
inhibition, C. albicans cells did not activate their normal transcriptional response to oxidative stress in the presence of cations
(Fig. 3). Combinatorial oxidative plus cationic stress also affected
Hog1 functionality (Fig. 4) and the normal transcriptional response to cationic stress (Fig. 3). However, the extreme sensitivity
of C. albicans cells to this combinatorial stress appears to be manifested by an impaired oxidative stress adaptation, because ectopic
expression of catalase reduces the hyperaccumulation of ROS and
suppresses the hypersensitivity to the combinatorial stress (Fig. 7).
These mechanisms may be conserved in pathogenic and nonpathogenic yeasts (Fig. 1), as S. cerevisiae, S. pombe, and
C. glabrata all possess AP-1-like transcription factors that contribute to their transcriptional responses to oxidative stress (ScYap1,
SpPap1, and CgYap1, respectively), and all express catalase as part
of these adaptation mechanisms (ScCta1, SpCtt1, and CgCta1).
These mechanisms may also be conserved in the plant kingdom,
where salt treatment can lead to ROS accumulation in roots (42,
43).
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We note that although combinatorial stress results in synergistic killing in C. albicans, S. cerevisiae, C. glabrata, and S. pombe, the
species-specific responses to such stresses may be influenced by
structural and dose-dependent differences in their stress regulatory networks. These yeasts display differential sensitivities to oxidative stress (34, 36). They also display significant differences in
some oxidative and cationic stress signaling components (44–46),
as well as divergence in their core transcriptional responses to
stress (19, 47). S. cerevisiae, C. glabrata, and S. pombe activate large
sets of core stress genes (⬎100) in response to diverse environmental stresses (48–51), whereas C. albicans displays a limited
core transcriptional response to stress that comprises about 20
genes (26, 52). Metabolic differences, such as different rates of
respiration and energy production and NADPH, glycerol, trehalose, and glutathione synthesis (53–56), may also affect combinatorial stress adaptation in these yeasts.
The sensitivity of C. albicans to combinatorial oxidative plus
cationic stress is not simply a general consequence of exposing the
fungus to any combination of stressors, because other types of
combinatorial stress do not exert synergistic effects on C. albicans.
For example, C. albicans cells are sensitive to nitrosative stress as
well as to oxidative stress, but they are not especially sensitive to
combinatorial nitrosative plus oxidative stress (37). Therefore,
different combinations of stressors exert different effects on C. albicans fitness and viability, with only some combinations leading
to nonadditive, synergistic effects.
Our data have significant implications for the interpretation of
genomic data sets generated from heterogeneous populations of
cells derived from complex in vivo systems. For example, the lack
of activation of C. albicans oxidative stress genes in some host
niches (38) may now be interpreted in at least two ways. This
observation could imply that the fungal cells are not exposed to an
oxidative stress in a particular host niche. However, an alternative
and plausible explanation based on our observations (Fig. 3)
would be that the cells may have been exposed to a combinatorial
oxidative plus cationic stress that prevented the normal activation
of oxidative stress genes. We suggest that the activation of oxidative stress genes by C. albicans cells during phagocytic interactions
(15, 16) is due to their exposure to oxidative stress prior to engulfment (57) rather than the combinatorial stress they experience
after phagocytosis (Fig. 3 and 8).
We have provided evidence that stress pathway interference
accounts for the potency of neutrophils and their prevention of
systemic fungal infection (Fig. 8). Our results indicate that the
extreme sensitivity of C. albicans cells to combinatorial cationic
plus oxidative stress is exploited by neutrophils as a potent antimicrobial weapon. Inhibition of either the oxidative burst or cationic fluxes reduces the potency of human neutrophils to similar
extents (Fig. 8). Furthermore, the ectopic expression of catalase,
which reduces the potency of combinatorial cationic plus oxidative stress in vitro (Fig. 7C), also decreases the potency of neutrophils. Therefore, the inhibition of C. albicans catalase by cations
appears to lie at the heart of this fungicidal mechanism (Fig. 9).
Consequently, pharmacological inhibitors that block fungal catalases might provide an effective means of enhancing immune defenses and complementing antifungal therapies.
Host niches are complex and dynamic and provide numerous
environmental inputs for an invading microbial pathogen. In this
study, we have addressed the impact of combinatorial oxidative
plus cationic stress. However, we predict that additional environ-
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mental cues, such as variations in temperature or nutrient availability (58, 59), might also influence combinatorial stress outputs
in C. albicans. This study provides a platform for future studies
that will address the combinatorial impacts of various environmental conditions and additional stresses upon the adaptive responses of C. albicans and other pathogenic microbes, including
the challenges imposed by the innate immune system.
MATERIALS AND METHODS
Strains, growth conditions, and stress induction. The strains used in this
study are listed in Table S1 in the supplemental material. Candida cells
were grown in Tris-buffered yeast extract-peptone-dextrose medium
(YPDT; pH 7.4) as described previously (37). Osmotic stress was applied
with 1 M NaCl and oxidative stress was applied with 5 mM hydrogen
peroxide (H2O2) unless stated otherwise.
Viability assays. Cell viability was determined by propidium iodide
staining and FACS analysis (FACSCalibur; Becton, Dickinson, CA) as
described previously (37).
Modeling of synergistic interactions. To test for potential synergy
between oxidative and osmotic stresses in a quantitative framework, we
first quantified the dose-dependent impacts of individual stresses upon C.
albicans CA372 viability (60). Using mathematical modeling, we then
normalized the potency of the individual cationic and oxidative stress
doses relative to the dose predicted to achieve 100% killing (Dx) (see
Fig. S2 in the supplemental material). We then experimentally determined the impacts of different combinations of oxidative and osmotic
stresses and plotted these data in a normalized isobologram in which the
additive effects of these stresses were represented by the diagonal between
0.1 and 1.0 (60).
Microarrays. C. albicans CA372 cells were grown to exponential phase
in YPDT at 30°C, 200 rpm, and exposed to 1 M NaCl, 5 mM H2O2, or
5 mM H2O2 plus 1 M NaCl for 10 min. RNA was extracted and cDNA was
prepared, labeled, and hybridized to C. albicans microarrays as described
previously (26). Slides were scanned using a proScanArray HT system
(PerkinElmer Life Sciences, Beaconsfield, United Kingdom) and
quantified using ScanArray Express (version 4). Data were normalized
and analyzed using GeneSpringGX (version 11; Agilent Technologies Inc.,
CA), and significant changes (⬎2.5-fold) in gene expression levels were
visualized in a Volcano plot (t test, P ⬍ 0.05). Data from three independent biological replicates were used for each analysis, and the gene expression ratios were determined by comparing the stressed cells to the unstressed control (26).
Transcript levels. C. albicans CA372 cells were grown to exponential
phase in YPDT at 30°C, 200 rpm, and exposed to 1 M NaCl, 5 mM H2O2,
or 5 mM H2O2 plus 1 M NaCl for 10 min. RNA was extracted using
standard procedures (26), cDNA was generated by using the SuperScript
II reverse transcriptase (Invitrogen), and qRT-PCR was performed using
a Light Cycler (Roche). Transcript levels were measured relative to the
internal ACT1 mRNA control (26, 28). The qRT-PCR primers and probes
are described in Table S3 in the supplemental material.
Western blotting. C. albicans was grown to exponential phase in
YPDT at 30°C, 200 rpm, and exposed to 5 mM H2O2, 1 M NaCl, or 5 mM
H2O2 plus 1 M NaCl. Cells were harvested before (no stress) and after
stress was imposed, at the indicated times, protein extracts were prepared,
and Western blotting was performed as described previously (28). Hog1
phosphorylation was detected by using an anti-phospho-p38 mitogenactivated protein kinase (Thr180/Tyr182) XP rabbit antibody (New England Biolabs, United Kingdom) (26, 28). Blots were then probed with a
secondary anti-rabbit IgG, horseradish peroxidase-linked antibody (New
England Biolabs, United Kingdom). Blots were washed with Tween-PBS
and developed using LumiGlo (New England Biolabs, United Kingdom)
according to the manufacturer’s instructions.
To detect Cap1 phosphorylation, C. albicans cells expressing Cap1
tagged with a 2myc-6His epitope at the C terminus (JC948; see Table S1 in
the supplemental material) were grown to exponential phase in YPDT,
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and samples were collected after 10 min of stress treatment, as described
above. Proteins were extracted and enriched on Ni-nitrilotriacetic acid–
agarose before analysis by SDS-PAGE and Western blotting with antiMyc antibodies (18).
Protein localization. C. albicans cells expressing a Hog1-yellow fluorescent protein (Hog1-YFP) fusion (JC63; see Table S1 in the supplemental material) or a Cap1-green fluorescent protein (Cap1-GFP) fusion
(JC1060) were grown to exponential phase in YPDT, and samples were
collected after 10 min of stress treatment as described above. Hog1-YFP
and Cap1-GFP localization was determined by fluorescence microscopy
(26, 28). The positions of the nuclei were determined via 4=,6-diamidino2-phenylindole (DAPI) staining.
H2O2 detoxification assay. C. albicans CA372 and cat1, cap1, and hog1
mutant cells (see Table S1 in the supplemental material) were grown to
exponential phase in YPDT and exposed to 5 mM H2O2. The concentration of H2O2 in the medium was measured at the time points indicated in
a colorimetric peroxide assay (QuantiChrom peroxide assay kit; BioAssay
Systems) following the manufacturer’s instructions.
Catalase activity. C. albicans CA372 cells were grown to exponential
phase in YPDT and exposed to 1 M NaCl, 5 mM H2O2, or 1 M NaCl plus
5 mM H2O2. Cells were harvested before (no stress) and after 60 min of
stress, and catalase activity was measured in a colorimetric catalase assay
(EnzyChrom catalase assay kit; BioAssay Systems) according to the manufacturer’s instructions.
PMN assays. Polymorphonuclear granulocytes (PMNs) were isolated
from human blood by using Histopaque-1119 and Histopaque-1077 buffers (Sigma-Aldrich) following the manufacturer’s instructions. PMNs
were isolated from the bone marrow of wild-type (C57BL/6) and p47
phox⫺/⫺ knockout mice as described previously (61). For some experiments PMNs were treated with 200 M glibenclamide or apocynin for 2 h
before exposure to C. albicans. C. albicans CA372 cells were grown in
YPDT at 30°C, 200 rpm, to exponential phase, washed in PBS, and incubated with neutrophils for 2 h at a ratio of 1:10 (Candida: neutrophils) in
RPMI medium at 37°C, 5% CO2, and then cell viability measured.
Phagocytosis assay. C. albicans cells were stained with fluorescein isothiocyante (FITC) and coincubated with PMNs for 60 min at 37°C, 5%
CO2. Calcofluor white (CFW) was added to the mixture immediately
before FACS processing with a BD LSR II apparatus. CFW stained the
C. albicans cells outside the neutrophils. The percentage of phagocytosed
C. albicans cells (FITC positive, CFW negative) was calculated.
Statistical analyses. SPSS version 19 for Windows was used for the
statistical analyses. The values of the treated samples were compared
against those for the control (untreated sample) by a one-way analysis of
variance and Dunnett’s two-sided t tests. Associations within treated samples were determined by an independent samples t test. The P values were
determined and are indicated as follows: *, P ⱕ 0.05; **, P ⱕ 0.01; ***, P ⱕ
0.001.
Microarray data accession number. The complete data set is available
in a MIAME-compliant format at ArrayExpress (accession number
E-MEXP-3003) and also in Table S2 in the supplemental material.

SUPPLEMENTAL MATERIAL
Supplemental material for this article may be found at http://mbio.asm.org/
lookup/suppl/doi:10.1128/mBio.01334-14/-/DCSupplemental.
Figure S1, PDF file, 0.1 MB.
Figure S2, PDF file, 0.1 MB.
Figure S3, PDF file, 0.1 MB.
Figure S4, PDF file, 0.1 MB.
Table S1, PDF file, 0.2 MB.
Table S2, PDF file, 0.5 MB.
Table S3, PDF file, 0.1 MB.

ACKNOWLEDGMENTS
We are grateful to our colleagues for insightful discussions and to the
following bodies for financial support: the BBSRC (BB/F00513X/1; BB/
F005210/1-2); the Wellcome Trust (080088, 086048, 089930, and

July/August 2014 Volume 5 Issue 4 e01334-14

097377); the European Commission (PITN-GA-2008-214004 and ERC2009-AdG-249793); NIAID R01AI079253 (B.H.S.); and an NCI Cancer
Center Support Grant to Roswell Park Cancer Institute (CA016056).

REFERENCES
1. Odds FC. 1988. Candida and Candidiasis. London, United Kingdom.
2. Calderone RA, Clancy CJ. 2011. Candida and candidiasis. ASM Press,
Washington, DC.
3. Brown GD, Denning DW, Gow NA, Levitz SM, Netea MG, White TC.
2012. Hidden killers: human fungal infections. Sci. Transl. Med.
4:165rv13. http://dx.doi.org/10.1126/scitranslmed.30044040.
4. Nagao M. 2013. A multicentre analysis of epidemiology of the nosocomial
bloodstream infections in Japanese university hospitals. Clin. Microbiol.
Infect. 19:852– 858. http://dx.doi.org/10.1111/1469-0691.12083.
5. Wisplinghoff H, Bischoff T, Tallent SM, Seifert H, Wenzel RP, Edmond
MB. 2004. Nosocomial bloodstream infections in US hospitals: analysis of
24,179 cases from a prospective nationwide surveillance study. Clin. Infect. Dis. 39:309 –317. http://dx.doi.org/10.1086/421946.
6. Pfaller MA, Diekema DJ. 2010. Epidemiology of invasive mycoses in
North America. Crit. Rev. Microbiol. 36:133–163. http://dx.doi.org/
10.3109/1040841090324144.
7. Munro CA, Hube B. 2002. Anti-fungal therapy at the HAART of viral
therapy. Trends Microbiol. 10:173–177. http://dx.doi.org/10.1016/S0966
-842X(02)02330-2.
8. Robenshtok E, Gafter-Gvili A, Goldberg E, Weinberger M, Yeshurun
M, Leibovici L, Paul M. 2007. Antifungal prophylaxis in cancer patients
after chemotherapy or hematopoietic stem-cell transplantation: systematic review and meta-analysis. J. Clin. Oncol. 25:5471–5489. http://
dx.doi.org/10.1200/JCO.2007.12.3851.
9. Glasmacher A, Prentice AG. 2005. Evidence-based review of antifungal
prophylaxis in neutropenic patients with haematological malignancies. J.
Antimicrob. Chemother. 56(Suppl 1):i23–i32. http://dx.doi.org/10.1093/
jac/dki221.
10. Romani L. 2004. Immunity to fungal infections. Nat. Rev. Immunol.
4:1–23. http://dx.doi.org/10.1038/nri1290.
11. Brown GD. 2011. Innate antifungal immunity: the key role of phagocytes.
Annu. Rev. Immunol. 29:1–21.
12. Gow NA, van de Veerdonk FL, Brown AJ, Netea MG. 2012. Candida
albicans morphogenesis and host defence: discriminating invasion from
colonization. Nat. Rev. Microbiol. 10:112–122.
13. Fang FC. 2004. Antimicrobial reactive oxygen and nitrogen species: concepts and controversies. Nat. Rev. Microbiol. 2:820 – 832. http://
dx.doi.org/10.1038/nrmicro1004.
14. Nüesse O. 2011. Biochemistry of the phagosome: the challenge to study a
transient organelle. Sci. World J. 11:2364 –2381. http://dx.doi.org/
10.1100/2011/741046.
15. Rubin-Bejerano I, Fraser I, Grisafi P, Fink GR. 2003. Phagocytosis by
neutrophils induces an amino acid deprivation response in Saccharomyces cerevisiae and Candida albicans. Proc. Natl. Acad. Sci. U. S. A. 100:
11007–11012. http://dx.doi.org/10.1073/pnas.1834481100.
16. Lorenz MC, Bender JA, Fink GR. 2004. Transcriptional response of
Candida albicans upon internalization by macrophages. Eukaryot. Cell
3:1076 –1087. http://dx.doi.org/10.1128/EC.3.5.1076-1087.2004.
17. Brown AJ, Haynes K, Quinn J. 2009. Nitrosative and oxidative stress
responses in fungal pathogenicity. Curr. Opin. Microbiol. 12:384 –391.
http://dx.doi.org/10.1016/j.mib.2009.06.007.
18. da Silva Dantas A, Patterson MJ, Smith DA, MacCallum DM, Erwig LP,
Morgan BA, Quinn J. 2010. Thioredoxin regulates multiple hydrogen
peroxide-induced signaling pathways in Candida albicans. Mol. Cell. Biol.
30:4550 – 4563. http://dx.doi.org/10.1128/MCB.00313-10.
19. Brown AJP, Haynes K, Gow QJ, N.A. 2012. Stress responses in Candida,
p 225–242. In Calderone RA, Clancy CJ (ed), Candida and candidiasis,
2nd ed. ASM Press, Washington, DC.
20. Zhang X, de Micheli M, Coleman ST, Sanglard D, Moye-Rowley WS.
2000. Analysis of the oxidative stress regulation of the Candida albicans
transcription factor, Cap1p. Mol. Microbiol. 36:618 – 629. http://
dx.doi.org/10.1046/j.1365-2958.2000.018770.x.

®

mbio.asm.org 9

Kaloriti et al.

21. Patterson M, McKenzie C, Smith D, da Silva Dantas A, Sherston S, Veal
E, Morgan B, Maccallum D, Erwig L, Quinn J. 2013. Ybp1 and Gpx3
signalling in Candida albicans govern hydrogen peroxide-induced oxidation of the Cap1 transcription factor and macrophage escape. Antioxid.
Redox Signal. 19:2244 –2260. http://dx.doi.org/10.1089/ars.2013.5199.
22. Segal BH, Leto TL, Gallin JI, Malech HL, Holland SM. 2000. Genetic,
biochemical, and clinical features of chronic granulomatous disease. Medicine (Baltimore) 79:170 –200. http://dx.doi.org/10.1097/00005792
-200005000-00004.
23. Segal BH, Romani LR. 2009. Invasive aspergillosis in chronic granulomatous disease. Med. Mycol. 47:S282–S290. http://dx.doi.org/10.1080/
13693780902736620.
24. Alarco AM, Raymond M. 1999. The bZip transcription factor Cap1p is
involved in multidrug resistance and oxidative stress response in Candida
albicans. J. Bacteriol. 181:700 –708.
25. Znaidi S, Barker KS, Weber S, Alarco AM, Liu TT, Boucher G, Rogers
PD, Raymond M. 2009. Identification of the Candida albicans Cap1p
regulon. Eukaryot. Cell 8:806 – 820. http://dx.doi.org/10.1128/EC.00002
-09.
26. Enjalbert B, Smith DA, Cornell MJ, Alam I, Nicholls S, Brown AJ,
Quinn J. 2006. Role of the Hog1 stress-activated protein kinase in the
global transcriptional response to stress in the fungal pathogen Candida
albicans. Mol. Biol. Cell 17:1018 –1032. http://dx.doi.org/10.1091/
mbc.E05-06-0501.
27. Alonso-Monge R, Navarro-García F, Román E, Negredo AI, Eisman B,
Nombela C, Pla J. 2003. The Hog1 mitogen-activated protein kinase is
essential in the oxidative stress response and chlamydospore formation in
Candida albicans. Eukaryot. Cell 2:351–361. http://dx.doi.org/10.1128/
EC.2.2.351-361.2003.
28. Smith DA, Nicholls S, Morgan BA, Brown AJ, Quinn J. 2004. A conserved stress-activated protein kinase regulates a core stress response in
the human pathogen Candida albicans. Mol. Biol. Cell 15:4179 – 4190.
http://dx.doi.org/10.1091/mbc.E04-03-0181.
29. Yin Z, Stead D, Walker J, Selway L, Smith DA, Brown AJ, Quinn J.
2009. A proteomic analysis of the salt, cadmium and peroxide stress responses in Candida albicans and the role of the Hog1 stress-activated
MAPK in regulating the stress-induced proteome. Proteomics
9:4686 – 4703. http://dx.doi.org/10.1002/pmic.200800958.
30. San José C, Monge RA, Pérez-Díaz R, Pla J, Nombela C. 1996. The
mitogen-activated protein kinase homolog HOG1 gene controls glycerol
accumulation in the pathogenic fungus Candida albicans. J. Bacteriol. 178:
5850 –5952.
31. González-Párraga P, Sánchez-Fresneda R, Martínez-Esparza M,
Argüelles JC. 2008. Stress responses in yeasts: what rules apply? Arch.
Microbiol. 189:293–296. http://dx.doi.org/10.1007/s00203-007-0332-8.
32. Gross NT, Nessa K, Camner P, Jarstrand C. 1999. Production of nitric
oxide by rat alveolar macrophages stimulated by Cryptococcus neoformans
or Aspergillus fumigatus. Med. Mycol. 37:151–157. http://dx.doi.org/
10.1080/j.1365-280X.1999.00209.x.
33. Zhang Z, Dmitrieva NI, Park JH, Levine RL, Burg MB. 2004. High urea
and NaCl carbonylate proteins in renal cells in culture and in vivo, and
high urea causes 8-oxoguanine lesions in their DNA. Proc. Natl. Acad. Sci.
U. S. A. 101:9491–9496. http://dx.doi.org/10.1073/pnas.0402961101.
34. Jamieson DJ, Stephen DW, Terrière EC. 1996. Analysis of the adaptive
oxidative stress response of Candida albicans. FEMS Microbiol. Lett. 138:
83– 88. http://dx.doi.org/10.1111/j.1574-6968.1996.tb08139.x.
35. Rodaki A, Bohovych IM, Enjalbert B, Young T, Odds FC, Gow NA,
Brown AJ. 2009. Glucose promotes stress resistance in the fungal pathogen Candida albicans. Mol. Biol. Cell 20:4845– 4855. http://dx.doi.org/
10.1091/mbc.E09-01-0002.
36. Nikolaou E, Agrafioti I, Stumpf M, Quinn J, Stansfield I, Brown AJ.
2009. Phylogenetic diversity of stress signalling pathways in fungi. BMC
Evol. Biol. 9:44. http://dx.doi.org/10.1186/1471-2148-9-44.
37. Kaloriti D, Tillmann A, Cook E, Jacobsen M, You T, Lenardon M, Ames
L, Barahona M, Chandrasekaran K, Coghill G, Goodman D, Gow NA,
Grebogi C, Ho HL, Ingram P, McDonagh A, de Moura AP, Pang W,
Puttnam M, Radmaneshfar E, Romano MC, Silk D, Stark J, Stumpf M,
Thiel M, Thorne T, Usher J, Yin Z, Haynes K, Brown AJ. 2012.
Combinatorial stresses kill pathogenic Candida species. Med. Mycol. 50:
699 –709. http://dx.doi.org/10.3109/13693786.2012.672770.
38. Enjalbert B, MacCallum DM, Odds FC, Brown AJ. 2007. Niche-specific
activation of the oxidative stress response by the pathogenic fungus Can-

10

®

mbio.asm.org

39.

40.
41.

42.
43.

44.
45.

46.
47.

48.

49.

50.

51.

52.
53.

54.

55.

56.

dida albicans. Infect. Immun. 75:2143–2151. http://dx.doi.org/10.1128/
IAI.01680-06.
Su C, Lu Y, Liu H. 2013. Reduced TOR signaling sustains hyphal development in Candida albicans by lowering Hog1 basal activity. Mol. Biol.
Cell 24:385–397. doi:10.1091/mbc.E12-06-0477. doi:10.1091/mbc.E1206-0477. PubMed.
Stefanska J, Pawliczak R. 2008. Apocynin: molecular aptitudes. Mediators Inflamm. 2008:. http://dx.doi.org/10.1155/2008/106507106507..
Da Silva-Santos JE, Santos-Silva MC, Cunha FdeD, Assreuy J. 2002. The
role of ATP-sensitive potassium channels in neutrophil migration and
plasma exudation. J. Pharmacol. Exp. Ther. 300:946 –951. http://
dx.doi.org/10.1124/jpet.300.3.946.
Panda SK, Upadhyay RK. 2004. Salt stress injury induces oxidative alterations and antioxidative defence in the roots of Lemna minor. Biol. Plant
48:249 –253. http://dx.doi.org/10.1023/B:BIOP.0000033452.11971.fc.
Tsai YC, Hong CY, Liu LF, Kao CH. 2004. Relative importance of Na⫹
and Cl⫺ in NaCl-induced antioxidant systems in roots of rice seedlings.
Physiol. Plant 122:86 –94. http://dx.doi.org/10.1111/j.1399
-3054.2004.00387.x.
Kruppa M, Calderone R. 2006. Two-component signal transduction in
human fungal pathogens. FEMS Yeast Res. 6:149 –159. http://dx.doi.org/
10.1111/j.1567-1364.2006.00024.x.
Cheetham J, Smith DA, da Silva Dantas A, Doris KS, Patterson MJ,
Bruce CR, Quinn J. 2007. A single MAPKKK regulates the Hog1 MAPK
pathway in the pathogenic fungus Candida albicans. Mol. Biol. Cell 18:
4603– 4614. http://dx.doi.org/10.1091/mbc.E07-06-0581.
Smith DA, Morgan BA, Quinn J. 2010. Stress signalling to fungal stressactivated protein kinase pathways. FEMS Microbiol. Lett. 306:1– 8. http://
dx.doi.org/10.1111/j.1574-6968.2010.01937.x.
Brown AJ, Budge S, Kaloriti D, Tillmann A, Jacobsen MD, Yin Z, Ene
IV, Bohovych I, Sandai D, Kastora S, Potrykus J, Ballou ER, Childers
DS, Shahana S, Leach MD. 2014. Stress adaptation in a pathogenic
fungus. J. Exp. Biol. 217:144 –155. http://dx.doi.org/10.1242/jeb.088930.
Gasch AP, Spellman PT, Kao CM, Carmel-Harel O, Eisen MB, Storz G,
Botstein D, Brown PO. 2000. Genomic expression programs in the response of yeast cells to environmental changes. Mol. Biol. Cell 11:
4241– 4257. http://dx.doi.org/10.1091/mbc.11.12.4241.
Causton HC, Ren B, Koh SS, Harbison CT, Kanin E, Jennings EG, Lee
TI, True HL, Lander ES, Young RA. 2001. Remodeling of yeast genome
expression in response to environmental changes. Mol. Biol. Cell 12:
323–337. http://dx.doi.org/10.1091/mbc.12.2.323.
Chen D, Toone WM, Mata J, Lyne R, Burns G, Kivinen K, Brazma A,
Jones N, Bähler J. 2003. Global transcriptional responses of fission yeast
to environmental stress. Mol. Biol. Cell 14:214 –229. http://dx.doi.org/
10.1091/mbc.E02-08-0499.
Roetzer A, Gregori C, Jennings AM, Quintin J, Ferrandon D, Butler G,
Kuchler K, Ammerer G, Schüller C. 2008. Candida glabrata environmental stress response involves Saccharomyces cerevisiae Msn2/4 orthologous
transcription factors. Mol. Microbiol. 69:603– 620. http://dx.doi.org/
10.1111/j.1365-2958.2008.06301.x.
Enjalbert B, Nantel A, Whiteway M. 2003. Stress-induced gene expression in Candida albicans: absence of a general stress response. Mol. Biol.
Cell 14:1460 –1467. http://dx.doi.org/10.1091/mbc.E02-08-0546.
Baek YU, Kim YR, Yim HS, Kang SO. 2004. Disruption of
␥-glutamylcysteine synthetase results in absolute glutathione auxotrophy
and apoptosis in Candida albicans. FEBS Lett. 556:47–52. http://
dx.doi.org/10.1016/S0014-5793(03)01363-2.
Alonso-Monge R, Carvaihlo S, Nombela C, Rial E, Pla J. 2009. The Hog1
MAP kinase controls respiratory metabolism in the fungal pathogen Candida albicans. Microbiology 155:413– 423. http://dx.doi.org/10.1099/
mic.0.023309-0.
Gónzalez-Párraga P, Alonso-Monge R, Plá J, Argüelles JC. 2010. Adaptive tolerance to oxidative stress and the induction of antioxidant enzymatic activities in Candida albicans are independent of the Hog1 and
Cap1-mediated pathways. FEMS Yeast Res. 10:747–756. http://
dx.doi.org/10.1111/j.1567-1364.2010.00654.x.
You T, Ingram P, Jacobsen MD, Cook E, McDonagh A, Thorne T,
Lenardon MD, de Moura AP, Romano MC, Thiel M, Stumpf M, Gow
NA, Haynes K, Grebogi C, Stark J, Brown AJ. 2012. A systems biology
analysis of long and short-term memories of osmotic stress adaptation in
fungi. BMC Res. Notes 5:258. http://dx.doi.org/10.1186/1756-0500-5
-258.

July/August 2014 Volume 5 Issue 4 e01334-14

Potent Killing of C. albicans by Combinatorial Stress

57. Miramón P, Dunker C, Windecker H, Bohovych IM, Brown AJ, Kurzai
O, Hube B. 2012. Cellular responses of Candida albicans to phagocytosis
and the extracellular activities of neutrophils are critical to counteract
carbohydrate starvation, oxidative and nitrosative stress. PLoS One
7:e52850. http://dx.doi.org/10.1371/journal.pone.0052850.
58. Leach MD, Budge S, Walker L, Munro C, Cowen LE, Brown AJP. 2012.
Hsp90 orchestrates transcriptional Regulation by HSF1 and cell wall remodelling by MAPK signalling during thermal adaptation in a pathogenic
yeast. PLoS Pathog. 8:e1003069. http://dx.doi.org/10.1371/
journal.ppat.1003069.
59. Ene IV, Adya AK, Wehmeier S, Brand AC, Maccallum DM, Gow NA,

July/August 2014 Volume 5 Issue 4 e01334-14

Brown AJ. 2012. Host carbon sources modulate cell wall architecture,
drug resistance and virulence in a fungal pathogen. Cell. Microbiol. 14:
1319 –1335. http://dx.doi.org/10.1111/j.1462-5822.2012.01813.x.
60. Chou TC. 2010. Drug combination studies and their synergy quantification using the Chou-Talalay method. Cancer Res. 70:440 – 446. http://
dx.doi.org/10.1158/1538-7445.AM10-440.
61. Pizzolla A, Hultqvist M, Nilson B, Grimm MJ, Eneljung T, Jonsson IM,
Verdrengh M, Kelkka T, Gjertsson I, Segal BH, Holmdahl R. 2012.
Reactive oxygen species produced by the NADPH oxidase 2 complex in
monocytes protect mice from bacterial infections. J. Immunol. 188:
5003–5011. http://dx.doi.org/10.4049/jimmunol.1103430.

®

mbio.asm.org 11

